Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.006 Å; disorder in main residue; R factor = 0.055; wR factor = 0.134; data-to-parameter ratio = 14.5.
In the title compound, C 14 H 8 Br 2 F 3 NO, the molecule is disordered across an approximate non-crystallographic mirror plane, which is in the plane of the fused ring system [The tetrahedral C atom bearing the trifluormethyl substituent is disordered with site occupancy factors of 0.80 (2) and 0.20 (2)]. In the crystal, a one-dimensional stacking of molecules involves interactions between the pyridine ring and symmetry-related Br and O atoms of adjacent molecules. The stacking distance between the mean planes of adjacent molecules is 3.395 (4) Å .
Related literature
For the anticancer activity of the title compound, see: Fadeyi et al. (2008) . For fluorinated acridones, see: Fadeyi et al. (2008) ; Mayur et al. (2009); Svyatkina et al. (1988) . For a related structure, see: Martinez et al. (1995) . 
Experimental

Comment
The compound, 5,7-dibromo-3-trifluoromethyl-3,4-dihydroacridin-1(2H)-one exhibited anticancer activity in several cell lines (Fadeyi et al., 2008) . The molecule is disordered across an approximate non-crystallographic mirror plane, which is in the plane of the fused ring system. A one dimensional stacking of molecules involves interactions between the pyridine ring and symmetry related Br (via 1+x, y, z) and O (via (1-x, y, z) on adjacent molecules. The stacking distance between the mean planes of adjacent molecules is 3.395 (4) Å. The molecule is disordered in the crystal with site occupancy factors of 0.796 (6) and 0.204 (6) for the major and minor components, respectively.
Experimental
To a mixture of 3,5-dibromo-2-aminobenzaldehyde (1.0 mmol) and 5-trifluoromethyl-cyclohexanedione (1.0 mmol) was added 1 mL of 1N HCl. The reaction mixture was stirred at 60-75°C for 30 minutes. After this period the reaction mixture was neutralized with 1 mL of 1N NaOH. The solid was filtered and washed with water (3 × 6 mL) and air dried. 
Refinement
H atoms (except those of the minor disorder component) were found in difference Fourier maps and subsequently placed in idealized positions with constrained distances of 0.97 Å (R 2 CH 2 ), 0.98 Å (R 3 CH), 0.93 Å (C sp2 H), and with U iso (H) values set to 1.2U eq of the attached atom.
To ensure satisfactory refinement of the disordered parts of the structure, a combination of constraints and restraints were needed. The constraints (SHELXL97 command EADP) were used to make the displacement parameters of closely proximate disordered atoms equal. The restraints (SHELXL97 commands SAME, SIMU & DELU) were used to ensure similar geometries and displacement parameters of closely proximate, chemically identical groups. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) 
Geometric parameters (Å, °)
Br1-C5 1.884 (4) C2'-H2'2 0.97 Br2-C7 1.901 (5) C3'-C4' 1.54 (2) N1-C4A 1.325 (6) C3'-C11' 1.538 (19) N1-C10A 1.369 (5) C3'-H3' 0.98 O1-C1 1.226 (5) C11'-F3' 1.29 (2) C1-C2' 1.43 (5) C11'-F1' 1.33 (2) C1-C9A 1.487 (7) C11'-F2' 1.37 (2) C1-C2 1.499 (13) C4'-C4A 1.57 (6) C2-C3 1.526 (11) C4'-H4'1 0.97 C2-H2A 0.97 C4'-H4'2 0.97 C2-H2B 0.97 C4A-C9A 1.420 (6) C3-C11 1.527 (9) C5-C6 1.361 (6) C3-C4 1.535 (13) C5-C10A 1.433 (6) C3-H3 0.98 C6-C7 1.403 (6) C11-F3 1.307 (12) C6-H6 0.93 C11-F1 1.327 (11) C7-C8 1.356 (7) supplementary materials sup-5 C11-F2 1.353 (11) C8-C8A 1.406 (6) C4-C4A 1.519 (13) C8-H8 0.93 C4-H4A 0.97 C8A-C9 1.415 (7) C4-H4B 0.97 C8A-C10A 1.416 (6) C2'-C3' 1.52 (2) C9-C9A 1.375 (6) C2'-H2'1 0.97 C9-H9 0.93
